This data article provides the data generated from additional analyses of a genetic association study, where 7 single nucleotide polymorphisms (SNPs) near/within the brain-derived neurotrophic factor (BDNF) gene were investigated for an association with completed suicide in Slavic population (Ropret et al., 2015) [1]. One SNP was excluded from the present analyses due to insufficient genotyping rate (rs1491850) and the remaining 6 SNPs (rs7124442, rs10767664, rs962369, rs12273363, rs908867, rs1491851) were analyzed to gain deeper insight into the possible role of these SNPs in the studied phenotype. We present data on logistic regression analyses of: (a) genotypes under four inheritance models, and (b) haplotypes using 2-, 3-and 4-adjacent SNPs sliding window procedure. In both analyses adjustments for potential confounders (age, gender and alcohol dependence syndrome status) were executed. Data may serve as a reference for comparison of the populations with either low or very high suicide rates. The raw genotyping data that could be used in case metaanalyses should be performed may be provided upon request. 
Specifications
In-depth analysis of genotype and haplotype data, using PLINK v1.07 Data source location Ljubljana, Slovenia, EU Data accessibility
All the data are supplied within this article (raw genotyping data may be provided upon request)
Value of the data
Data presented here may be useful as an incentive for analyses of the SNPs rs7124442, rs10767664, rs962369, rs12273363 and rs908867, especially haplotypes consisting of two to five of these SNPs in larger samples from different populations with high suicide rates and also for comparative analyses of populations with high and low suicide rates. n Nominal significance; EMP p: empirical p-value after 10,000 permutations correction for multiple comparisons.
Supportive evidence to the proposed role of the SNP rs7124442 in the completed suicide phenotype [1] when in a specific allelic context (A/T-T/C-T/C-C/T) of at least two of the four SNPs (rs10767664, rs962369, rs12273363, rs908867).
Data
We provide data on additional analyses (Tables 1 and 2 ) of SNPs rs7124442, rs10767664, rs962369, rs12273363, rs908867 and rs1491851 for association with completed suicide phenotype, especially to highlight a proposed role of the SNP rs7124442 in the phenotype when in a specific haplotype context of two to four other SNPs (rs10767664, rs962369, rs12273363, rs908867) ( Table 2) . Raw genotyping data, potentially useful to conduct meta-analyses in the future, may be provided upon request.
Experimental design, materials and methods
Our study sample consisted of 775 unrelated Caucasian subjects, namely 289 controls (218 males and 71 females; mean age 51.9718.3 years) and 486 suicide completers (362 males and 124 females; mean age 49.2 717.8 years). The control group was comprised of deceased persons, in which suicide as a cause of death was excluded. Criteria for positive alcohol dependence syndrome (ADS) status were met in 72 controls and in 97 suicide completers (for the details on the ADS status determination also see Materials and methods section in [1] ).
Here, by means of software specifically designed for genetic analyses PLINK v1.07 [2] , we performed logistic regression analyses (adjusted for covariates age, gender and ADS status) of the genotype data (raw file may be provided upon request) in order to gain more insight into the role of the studied SNPs in completed suicide phenotype [1] .
First, the genotype analysis was done under four inheritance models: general genotype model (2 degrees of freedom), additive model (each copy of the minor allele alters the risk in an additive form), dominant model (a single copy of the minor allele is sufficient to modify the risk) and recessive model (two copies of the minor allele are needed to modify the risk) ( Table 1 ). The data show no association of the studied SNPs under any of the model with completed suicide in our sample (p 40.05) ( Table 1) .
Haplotype analysis was carried out using 2-, 3-and 4-adjacent SNPs sliding window approach implemented in PLINK v1.07 [2] . We also carried out the haplotype analysis for all 5 SNPs (rs7124442, rs10767664, rs962369, rs12273363 and rs908867) which are in strong linkage disequilibrium (also see in Ref. [1, Fig. 1]) . Haplotypes with frequencies lower than 1% were excluded from the analysis and correction for multiple testing was performed by 10,000 permutations test. As shown in Table 2 , none of the haplotypes showed significant association with completed suicide after 10,000 permutations correction (EMP p 40.05). However, the T/C base change in the first position (rs7124442) in a specific context of common alleles (A/T-T/C-T/C-C/T) of at least two of the four SNPs rs10767664, rs962369, rs12273363 and rs908867, always resulted in at least a nominally significant p-value (Table 2) .
